the QIAamp Viral RNA Mini Kit (Qiagen, Germany) and Trioplex Real-time RT-PCR assay provided by the Centers for Disease Control and Prevention (CDC, USA) (7) . A smaller number of samples were tested using RT-PCR for the same pathogens at the Environmental Science and Research Limited (ESR, New Zealand) and the Environmental Health Institute (EHI, Singapore).
Sequencing of Viral Genes and Phylogenetic Analyses
The envelope (E) gene of ZIKV strains recovered from two saliva samples collected in 2015 and three serum samples collected in 2016, and the E1 gene of CHIKV strains isolated from two serum samples collected in 2015 and three additional serum samples collected in 2016 were sequenced (Appendix Table 2 ). Briefly, ZIKV and CHIKV RNA were extracted using the Easymag extraction system (bioMérieux, France) as previously detailed (4) and amplified using the One-Step RT-PCR Kit and HotstarTaq DNA Polymerase Kit or HotstarTaq Plus DNA Polymerase Kit (Qiagen, Germany) with primers described in Appendix Table 3 . The PCR products were purified using the QIAquick PCR Purification Kit or the QIAquick Gel Extraction Kit (Qiagen, Germany). The subsequent sequencing reactions were performed with the BigDye® Terminator v3.1 Cycle Sequencing Kit (Applied Biosystems, USA) and the products were purified with the DyeEx 96 Kit (Qiagen, Germany). Sequencing of purified cDNA was performed on the 3500 Series Genetic Analyzer (Applied Biosystems, USA). Fragments of nucleotide sequences obtained for each ZIKV and CHIKV strain were cleaned and assembled using the Sequencher 4.10.1 software (Gene Codes Corporation, USA). Complete sequences of ZIKV E gene and CHIKV E1 gene were aligned with sequences retrieved from GenBank using the Clustal W algorithm integrated in the MEGA 7 phylogenetic package (8) . The sequences retrieved from GenBank were selected using nucleotide BLAST searches (9) , where all sequences with a reported date of sampling and country of origin sharing more than 99% genetic identity to the Fiji sequences were retained. After removal of duplicates, the ZIKV and CHIKV alignments contained 66 and 62 sequences, respectively. For each alignment, phylogenies in nucleotide substitutions per sites and in unit of time ('dated' phylogenies) were reconstructed by Bayesian MCMC inference, using the package BEAST (10).
Serosurveys

Sampling Design and Data Collection
Participants (N = 778) were recruited between September and November 2013 in the Northern, Western and Central divisions of Fiji (Appendix Figure 1) , as part of a populationrepresentative community-based typhoid/leptospirosis seroprevalence study as previously described (11, 12) . Briefly, local nursing zones were initially selected using populationproportionate sampling. Next, one community was randomly selected from each of these zones, then 25 households were selected from each community and finally one individual was selected from each of the households: household members (defined as someone who stayed at the house the previous night) were enumerated, with one selected at random. A questionnaire was used to collect demographic data (age, gender, Division, residential area), and a 5 ml venous blood sample was collected. A second phase to obtain paired samples was conducted in the Central 
Statistical Analysis
Statistical analysis of seroprevalence data was conducted with the GraphPad Prism 6 version 6.03 software using the Fisher's test. P values less than 0.05 were considered as statistically significant. 
